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IDENTIFIED LAB mRNA SEQUENCES 



CGGGAGCTTGAAG<?ACACAAGAATGGGAGGAAAGGCGGACTCTCAGGAAC {Ribosome Binding Site) 

TTCATTCTTCACGTGGTT TATSGTGATTGCATTGCTGGGCGTCTGGACAT {Start Codon} 

CT t GTAGCTGTCGTTTGGTTTGATCTTGTTGACTATGAGGAAGTTCTAGGA 

AAACTAGGAATCTATGATGCTGATGGTGATGGAGATTTTGATGTGGATGA 

TGCCAAAGTTTTATTAGGACTTAAAGAGAGATCTACTTCAGAGCCAGCAG 

TCCCGCCAGAAGAGGCTGAGCCACACACTGAGCCCGAGGAGCAGGTTCCT 

GTGGAGGCAGAACCCCAGAATATCGAAGATGAAGCAAAAGAACAAATTCA 

GTCCCTTCTCCATGAAATGGTACACGCAGAACATGTTGAGGGAGAAGACT 

TGCAACAAGAAGATGGACCCACAGGAGAACCACAACAAGAGGATGATGAG 

TTTCTTATGGCGACTGATGTAGATGATAGATTTGAGACCCTGGAACCTGA • 

AGTATCTCATGAAGAAACCGAGCATAGTTACCACGTGGAAGAGACAGTTT 

CACAAGACTGTAATCAGGATATGGAAGAGATGATGTCTGAGCAGGAAAAT 

CCAGATTCCAGTGAACCAGTAGTAGAAGATGAAAGATTGffACCATGATAC 

AGATGATGTAACATACCAAGTCTATGAGGAACAAGCAGTATATGAACCTC 

TAGAAAATGAAGGGATAGAAATCACAGAAGTAACTGCTCCCCCTGAGGAT ■ " 

AATCCTGTAGAAGATTCACAGGTAATTGTAGAAGAAGTAAGCATTTTTCC 

TGTGGAAGAACAGCAGGAAGTACCACCAGATACT'fAA AGCTTCAAAAAGA i {Stop Codon} 

CTGCCCCTACCACCACAGGAGGACCAGCCTAACCATACGCTCCAAAAGAT „- 

GGCTGTGATAGATCTTGTGAAGCAATTACTGAGCAGATCAAGATCTTTGG 

GAAGGAACACTAAAGATGTTTTGAATGAATTATAGTCCACTGGCATTTTA 

GTGTATTTTTTTTTCTTTTTAGAAACACACATTTCTAAAAATGTCATGTT 

ACATTCCTGCATGTCCCTTTTGATAGCATTAGTGGATCCATTGGATTTCT 

TTTTTCTTTTTGTG AG AC AGCTTTTAGTCTTACCTG AAtTTATGTGTGTT { I ns tab i 1 i ty S equenc^e* 

TTTCCGACAGTGGTTAATAATTATATTGGTGATGTAGCAGCAATTGTGTT 

GGCAGGGTTTTCATATATTATTAGTAATTAACACTAACTGTTGGACTGAC 

TTGTGTACACTGTGTTAAACATGATTTAAAAGCTATTAAGAGTACTTTGT { Instability Sequence } 
GTTAGCACTCTT^AAAACGCTAACAGAGATCATCATTAGCTGTGAAGATT 
TGAGTTGTATA.TACCTGCACTGATATTCTTATCAAAAATTTCTACATTAG 
CTTTAAGTGTTCAGATTAACACTTTTGAAACCTTTGTAGCTTTTAGCTGA 

TTAATTAGAAAAATTAATATTTCAGTGAAAGTTTTAAATTATC73frn^TT { Instability Sequence } 

TATTTTTTTAAATGAGAGGGGAAAGCTGAAATTCCTTGTTAAGACACAAG 

GAAAAAGAATGGCCCTACTATTATCATGCAAAAATGCTTTGTTGGCACCT 

CAGATTAATCATATAATAGCTATAGTCTCTTCAGCATTTGTTTAAATTTT 

AGAAAACCTGTATAAATTACTGGTGCATAACTTAAAGATTATTCTGCCTT 

TGGCTAATTGAGTAATTCCCCTCCAGCACTAGAGACCGCTCAGTGCTCTT 

ACTAGATGAACTCAGTAACGCCTTGAGCTGGGTTGATTGAGGATGTGTGA 

AAAAGCTCACAGAGCCCGATGCCTGCTGCTATTTCACGGCAATGAGCCTT 

TTTCTTTCTACACTGAAGATTTTCTTCTT^TfT^TGTGGTTTATTTTGG { Instability Sequence } 
GCTCAGAAATAATTGCTCTGTTGAAAATAATCCTTTGTCAGAAAAGAAGG . 
TAGCTACCACATCATTTTGAAAGGACCATGAGCAACTATAAGCAAAGCCA 
TAAGAAGTGGTTTGATCGATATATTAGGGGTAGCTCTTGATTTTGTTAAC 

ATTAAGATAAGGTGACTTTTTCCCCCTGCTTTTAGG^rr»AftATCAAAGA { Sub-optimal Poly- 
TACTTCTATATTTTTATCACTATAGATCATAGTTATTATACAATGTAGTG adehylation Site} 

agtcctgcatgggtactcgatgtgtaatgaaacctgaaataataataaga;. 
taataag aaaagcaataattttctaaagctgtgctgtcggtgatacagag 

ATGATACTCAAATTAT-jftA^^WVACTCTTCATTTTGTGAATTATAGAAGCT {Optimal Polyadeny- 
ACTTTTTATAAAGCCATATTTTTTTAGGGAAACTAAGGAGTGACATAGAA la t ion Site} 
CTGATGAATGAGTAAAAGTAAGTTTTGCTGGATTTTTGTAGAACTCTGGA. 
CGTTGAGGATTCATTATGCTGTGGTTAACTTTAAATATTTTT 
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Figure 2 

COMPUTER PREDICTED DOMAINS 
IN LABYRINTHIN 
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Predicted Ca ++ Binding Region 



\ 



\ \ 
VLGKLGIYDADGDGDFDVDDAKVLLGLK 



Parvalbumin 

Calmodulin 

Troponin-C 



Vkk^faiidqdksg;f ieedelklfLqnf 
^keafslfdkagdstittkelgtVtorsl 
ladcfrufdlkna^f idieeigetlrat 



Ca ++ Binding Residues 
Required residue 



* * * * * 
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SYMBOL KEY 

BOLD = Eukaryotic Leader Sequence 
= Myristylation site 

A 

lower case = Membrane ^ Anchoring bbmian (MAD) ' 
< -~> 



Best Available Copy 



Figure 3 



HA AH 




4.3 kb 



2.4 kb 



255 



3'-LAB 



| = Start Colon 

R = Ribosome Binding Site ; / ; ....... 

,E = Enzymatic Site . 
G = Glycosylation Site 
M = Membrane Anchoring Domain ■".*.■ 
'3-LAB = Contains poly A signal (x2); instabiity sequence (x4) 



